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Generation of Cnot3-deficient mice
To delete the Cnot3 gene in mice, we used a 13.1-kb DNA sequence containing exons 1-9 of the mouse gene (Lambda FixII Library; Stratagene). A 9.2-kb genomic fragment, a 2.4-kb genomic fragment, and a 1.5-kb genomic fragment from the mouse phage clone were subcloned for the 5'homology arm, conditional knockout region, and 3' homology arm, respectively ( Figure S3 ). A PGK-neo cassette flanked by two loxP sites was inserted in the intron preceding exon 2 and used as a positive selection marker and a thymidine kinase (TK) expression cassette was included at end of the 3' arm for negative selection. of wild-type and Cnot3+/-mice under ad libitum feeding or 24-hr fasting conditions. It may be worthy to note that transcriptional upregulation of IGFBP1 upon fasting has been reported. expression is altered more than 1.5-fold were listed. n = 2 for each condition.
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Supplementary Table S4
List of the rich sequences in the 3'UTR among identified 68 CNOT3-regulated mRNAs. To find the consensus sequences among 68 mRNAs listed in Table S3 , The 3'UTR regions of 68 mRNAs were computationally extracted and the number of each sequence were counted and listed.
Supplementary Table S5
Primer sequences used for real-time PCR.
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